Infectious disease has shaped the natural genetic diversity of humans throughout the world. A new approach to capture positive selection driven by pathogens would provide information regarding pathogen exposure in distinct human populations and the constantly evolving arms race between host and disease-causing agents. We created a human pathogen interaction database and used the integrated haplotype score (iHS) to detect recent positive selection in genes that interact with proteins from 26 different pathogens. We used the Human Genome Diversity Panel to identify specific populations harboring pathogen-interacting genes that have undergone positive selection. We found that human genes that interact with 9 pathogen species show evidence of recent positive selection. These pathogens are Yersenia pestis, human immunodeficiency virus (HIV) 1, Zaire ebolavirus, Francisella tularensis, dengue virus, human respiratory syncytial virus, measles virus, Rubella virus, and Bacillus anthracis. For HIV-1, GWAS demonstrate that some naturally selected variants in the host-pathogen protein interaction networks continue to have functional consequences for susceptibility to these pathogens. We show that selected human genes were enriched for HIV susceptibility variants (identified through GWAS), providing further support for the hypothesis that ancient humans were exposed to lentivirus pandemics. Human genes in the Italian, Miao, and Biaka Pygmy populations that interact with Y. pestis show significant signs of selection. These results reveal some of the genetic footprints created by pathogens in the human genome that may have left lasting marks on susceptibility to infectious disease.
Introduction
Infectious disease is a major cause of death in every human population [1, 2] . Conditions especially favorable to transmission of infectious diseases emerged within the Neolithic era around ~10,000 B.C., as populations transitioned from the nomadic lifestyle to relatively permanent settlements. The urbanization that ensued caused a surge in the diversity and impact of disease for a variety of reasons [3] [4] [5] . The most infamous infectious disease outbreak is the Black Death pandemic that peaked in Europe during the mid-1300s. This pandemic was caused by the Yersinia pestis bacterium [6] , which likely spread by rats and their fleas [7] . The Black Death killed 30-60% of the European population. Subsequent outbreaks were substantially less harmful [8] , perhaps due to acquired immunity and genetic resistance to the disease. Pathogens have been shown to contain constantly evolving genes. This characteristic confers the ability to remain virulent as immune systems and host genes themselves adapt over time [9] [10] [11] [12] [13] . Pathogens, like other environmental perturbations, have left their mark on human genomes [14] [15] [16] [17] and it has been suggested that pathogens have been the main selective pressure throughout human evolution [16] . Karlsson et al. suggest the extreme death rate in diseases like the plague [8, 18] explains the presence of widespread unidentified selection signals in the human genome [19] .
Beneficial alleles increase in frequency over time, and create haplotype structure perturbations that expose regions that have undergone positive selection. Haplotype-based positive selection methods have enabled the study of recent positive selection in the human genome [20, 21] . In contrast with methods relying on allele frequency or the number of nonsynonymous mutations, haplotype-based approaches excel at detecting selection during the Neolithic era [22] , a time when infectious disease diversified and proliferated. However, haplotype approaches for studying natural selection are not designed to provide any causal information for selection events. They can be viewed as a single critical step in a larger approach to determine whether host-pathogen interactions have driven adaptive evolution in individual human populations. In this report, we address this challenge by integrating established methods for detecting haplotypes under natural selection with host-pathogen interaction data (Fig 1) . We identify positive selection events that have acted on proteins that interact with pathogen proteins. Such modifications likely increased fitness in individuals within populations where a pathogen had a strong impact, as is the case with Y. pestis. Lingering genetic resistance could be identified using GWAS in cases where the selected variants are still protective and if the pathogen is active. In summary, our method links positive selection events with infectious disease in an effort to address the issue of widespread, yet unexplained signs of natural selection in the human genome.
We claim that a systematic attempt at detecting selection of individual human genes that interact with pathogens may shed light on how they have played a role in human adaptation. Interactions can include physical association, colocalization, and genetic interaction. Together, these interactions are referred to as the interactome. Viruses have been shown to be one of the most dominant drivers of evolutionary change in the part of the human proteome conserved within mammals [23] . Other studies on host pathogen interaction information have increased our pathophysiological understanding of infectious disease and have been used to characterize human proteins that interact with pathogens [24, 25] , identify candidate disease genes [26] , predict protein function [27, 28] , create cross-species protein-protein interaction network alignments [29] , and study pathogenesis of infectious disease [30, 31] . Positive selection has been identified in protein-protein interactions among loci associated with Alzheimer disease [32] and inflammatory disease [33] . We set out to identify individual pathogens that have impacted individual human populations. We achieved this goal by incorporating the humanpathogen interactome in order to systematically identify pathogens suspected of causing widespread signs of natural selection in individual human populations.
Results

Evidence of natural selection in host-pathogen interactomes
We examined the positive selection scores (iHS) of 53 populations in genes that interact with 26 different species of pathogens using the procedure shown in S1 Fig. We employed a resampling approach to determine when a set of proteins that interact with a particular pathogen exhibits more selection than expected by random chance. With a q-value cutoff of 0.05, we found evidence for positive selection in human genes that interact with proteins in the following 9 pathogens (out of 26 total queried), listed by increasing q-value for selection: Yersinia pestis (q-value = 5.62x10 -7 ), human immunodeficiency virus 1 (q-value = 4.78x10 -5 ), Zaire ebolavirus (q-value = 4.78x10 -5 ), Francisella tularensis (q-value = 1.87x10 -4 ), dengue virus (q-value = 1.87x10 -4 ), human respiratory syncytial virus (q-value = 1.62x10 -3 ), measles virus (q-value = 4.64x10 -3 ), Rubella virus (q-value = 1.00x10 -2 ), and Bacillus anthracis (q-value = 3.23x10 -2 ). We replicated our analysis using African, European, and East Asian populations from HapMap Phase II. We were able to replicate our findings for Y. pestis (HapMap II European population p-value = 0.021) and for Measles (East Asian HapMap II population p-value = 0.016; S1 Table) .
Genes that interact with HIV-1 are under selection
There was evidence for positive selection associated with HIV-1, with a KS-test q-value of 4.78x10 -5 (Table 1) . Multiple human populations exhibit signs of positive selection in proteins A host-pathogens arms race can lead to significant modifications to the human genome of a host population over time. Human proteins that interact directly with pathogen proteins are often the target of strong positive selection. Random variation and novel mutations can naturally lead to increased fitness in certain individuals in a population with an endemic pathogen. Genetic resistance that has arisen due to positive selection acting on protective variants may be detected with a GWAS.
that interact with HIV-1 (Fig 2) , with the most significance detected in East Asia and Africa. The populations with the most significant signs of positive selection were Burusho, Mbuti, Yi, Mongolian, Pathan, Yoruba, Xibo, Bantu South African, and Naxi (p-value < 0.05, S2 Table) . Five of these populations were East Asian, 2 were African, and 2 were Central South Asian. We investigated whether the same genes were under selection across these populations. ). This is perhaps not surprising given the geographic proximity of these two populations in modern-day Pakistan, but positive correlations were also detected for populations not in geographic proximity such as Burusho and Mongolia.
We investigated whether human genes that interact with HIV-1 and have large positive selection scores (iHS score ! 2) were under selection in multiple populations. [25] . NGLY1 is the second most selected gene and it also inhibits HIV-1 replication in some cells [34] as does POLR2K, which is the third most selected gene [35] . We examined published GWAS studies of HIV risk and progression, to determine if genes in the HIV-human interactome were (1) enriched with GWAS associations and (2) if that enrichment increased with increasing evidence of natural selection. Eight studies [36] [37] [38] [39] [40] [41] [42] [43] from the GRASP GWAS Catalog [44] examining HIV susceptibility and host response were queried to obtain 2502 SNPs that showed evidence of association with susceptibility, host control, and progression of HIV infection. Using a p < 1x10 -5 threshold for GWAS SNP inclusion, we saw a moderate enrichment of human-HIV interactome SNPs (p = 0.07, 3.0 fold-enrichment; Table 2 ). The fold-enrichment and the statistical significance progressively increased when we restricted to more stringent p-value (GWAS p < 1 x 10
) and iHS thresholds (iHS > 4) (p = 0.001, 37.2 fold-enrichment). SNPs in/near human genes that interact with HIV genes are more likely to be associated with HIV susceptibility and outcome, and this enrichment is greater for SNPs exhibiting evidence of natural selection.
Selection in genes that interact with Yersinia pestis
There was evidence for positive selection with Y. pestis, with a q-value of 5.62x10 -7 generated by examining 53 worldwide populations. Fig 5 is a map showing the location of each population studied and the population's positive selection p-value. The most significant p-values were found in Europe and Asia (though not exclusively so). Table 3 shows the most significant p-values for positive selection are associated with Italian, Druze, Biaka Pygmy, Palestinian, and Brahui populations. We investigated whether the same genes exhibited positive selection across multiple populations.
To accomplish this, we tested for correlation of positive selection scores in genes that interact with this pathogen. The positive selection scores for these genes were significantly correlated across multiple population pairs, and the maximum Kendall's tau coefficient observed was 0.22. Fig 6 shows pairwise correlation coefficients. Significant correlation was detected among multiple populations, indicating that there is overlap in functional processes under selection in the human genome across even distantly related populations. As shown in Fig 7 , the observed signal for selection is being driven by individual genes that exhibit strong selection in single populations (e.g. C17orf80 and MKL1), as well as genes that show consistent selection across many populations as is the case with CDIP1, ZNF445, and URM1.
Discussion
This study systematically investigated the human-pathogen interactome for signs of positive selection within the human genome using a haplotype based positive selection detection method. Host-pathogen protein-protein interactions may have caused widespread positive selection signals detectable in present day populations and these selected variants may confer genetic resistant against pathogens to this day (Fig 1) .
We have identified positive selection in human genes that interact with 9 different pathogens across multiple worldwide populations (Table 1) . Our results suggest that these (or closely related) pathogens may be responsible for the observed signals of natural selection. Importantly, we also observed that selected loci, for the case of HIV, were overrepresented for susceptibility variants as elucidated by GWAS. Specifically, enrichment analysis of HIV susceptibility GWAS demonstrated SNPs in HIV interactome genes were more likely to be associated with HIV susceptibility and host control, and the level of enrichment increased for genes that also demonstrated evidence of positive selection. For Y. pestis, no GWAS of bubonic plague exists to demonstrate a similar enrichment with Y. pestis interactome genes. We have developed an approach for studying natural selection in humans connecting the drivers of natural selection (host-pathogen interactions), to the signatures they leave behind (long haplotypes), to their lasting impact on disease susceptibility (genetic association with risk).
We probed human genes interacting with 26 pathogens for signs of positive selection in 53 worldwide populations. Our method is suitable for identifying pathogens that have caused haplotype structure perturbations in worldwide populations. We uncovered evidence of positive selection associated with 9 of the 26 pathogens studied. Our study reveals that probing all genes that interact with a pathogen for signs of positive selection can identify pathogens that may have altered the human genome. We also showed that while there is some overlap in the functionality that has most likely undergone selection as a response to pathogen exposure, there is also great diversity in the genes that have undergone selection across separate human populations. We speculate that many of the present day populations used for this study may have increased genetic resistance against specific pathogens due to past exposures.
HIV-1
We detected positive selection in human genes that interact with HIV-1. The detection of positive selection associated with HIV-1 may at first seem surprising, due to the fact that this [47] in the last century alone. It's plausible that countless other zoonotic transmissions of this sort have occurred multiple times throughout human evolution. This study supports the hypothesis that lentivirus epidemics occurred elsewhere, including East and Central-South Asia. Specifically, the Burusho, Yi, Mongolian, Pathan, Yoruba, and Xibo populations show signs of positive selection (p-value < 0.05; S2 Table and Fig 2) . As SNPs in genes within the HIV interactome show an enrichment in GWAS data for HIV susceptibility, common genetic variation in these genes appear to continue to regulate HIV infection and outcome. This enrichment is driven by SNPs in MHC class I genes (HLA-B, rs1058026 and HLA-C, rs13207315), as shown in Table 2 . While the ubiquitous importance of MHC in infectious disease makes it difficult to discern whether the natural selection detected at these genes are specifically due to past lentiviral pandemics, they clearly have functional relevance for HIV infection.
The top 3 most selected as shown in Fig 4 are KARS, NGLY1, and POLR2K. These genes are known to inhibit HIV-1 replication. Other genes in this list such as TAAR1 have no known antiviral activity, but may be protective against HIV-1 due to consistent selection across multiple populations. Genes under strong positive selection were not necessarily selected in multiple populations (i.e. different human genes that interact with HIV-1 underwent selection across separate populations). This showcases the diverse, yet consistent pattern of positive selection associated with HIV-1 that emerges when viewed across multiple worldwide populations.
Despite the occurrence of individual human proteins undergoing selection in primarily a single population, we addressed whether proteins exhibit a positive correlation across distantly related populations. Populations that are distantly related such as Burusho and Xibo have been separated for such a long period of time that selection signals could not have been inherited from a common ancestor. Fig 3 shows that the Burusho and Xibo populations have a statistically significant correlation in the proteins that interact with HIV-1. This serves as evidence for convergent evolution between these two populations that may have been induced by an ancient lentivirus like HIV-1.
Yersinia pestis
Y. pestis is one of the most deadly human pathogens [8, 18] . It is reasonable to expect that infection with it caused major evolutionary perturbations in the genomes of previously infected populations. Consistent with previous studies [48, 49] , we have found that genes interacting with this pathogen exhibit positive selection in multiple populations in Europe, East Asia, Africa, and the Middle East (Table 3 ). The plague has affected multiple worldwide populations [50] . We postulate that the high death rate and virulence associated with Y. pestis caused positive selection that can be detected in multiple present day populations in the Y. pestis and human interaction network.
The positive selection scores for genes that interact with Y. pestis were modestly correlated across distantly related populations. Populations such as the Brahui and Melanesian populations are distantly related, yet exhibit significant correlation of positive selection scores in proteins that interact with Y. pestis (Fig 6) . Such distantly related populations underwent de novo parallel positive selection for an overlapping set of genes (i.e. convergent evolution) as they are too distantly related for the positive selection signal to have originated in the genome of a common ancestor. Our analysis suggests that mutations of the same genes in multiple populations conferred genetic resistance against Y. pestis. This figure also shows that a different set of genes underwent selection across different populations. This presents an opportunity to learn more about functional components that underwent selection in response to Y. pestis.
We investigated if the genes exhibiting the largest positive selection scores were under selection in an individual population or in multiple populations at once. Populations exhibiting moderate signs of selection (populations with p-value < 0.1 in Table 3 ) are shown in Fig 7. These populations were used to compute the mean score across all proteins that interact with Y. pestis proteins. The genes are ordered from left to right, starting with the most selected to least selected genes. Some genes like ASH1L exhibit consistent moderate selection across populations while other genes like C17orf80 exhibit strong selection in primarily the Melanesian population. We examined genes with iHS scores of ! 3 in order to derive insight into those that have likely undergone positive selection. These genes are ASH1L, C17org80, ZBED5, KDM2A, UHRF1BP1L, MKL1, DEF6, and MTMR3. The gene UHRF1BP1L has undergone recent selection in the Japanese and Miao populations with scores of 3.36 and 3.17, respectively. This gene's product is associated with the cell cycle and cellular proliferation in multiple cancers [51] [52] [53] [54] [55] [56] . Downregulation of UHRF1BP1L causes G2/M arrest, activation of DNA damage response, and apoptosis [57] . The gene OTUD4 has undergone positive selection in 3 populations; Palestinian (score: 2.62), Brahui (2.28), and Druze (2.13). Little is known about OTUD4's function. Its product contains a cysteine protease domain found in viruses, eukaryotes, and Chlamydia pneumoniae. It has a smaller alternatively spliced isoform found only in HIV-1 infected cells [58] .
HapMap Phase II replication
We replicated our analysis with the HapMap Phase II cohort consisting of 3.1 million SNPs in 3 different populations. It is unlikely that widespread replication would be observed because the HGDP data contains 53 populations versus the 3 available in the HapMap Phase II cohort. This study succeeded in detecting widespread selection when the signal of selection was combined across multiple populations, which is not possible with the 3 HapMap phase II populations. We did expect to find some replication and indeed we found evidence for selection for 3 of the 9 pathogens detected in the HGDP data (S1 Table) .
Other pathogens
We detected selection in several other additional pathogens. The data suggest that these pathogens may have caused ancient pandemics in several populations. Some of these diseases have relatively high morbidity rates even today. For example, nearly one hundred percent of all children are infected with respiratory syncytial virus (RSV) by the time they are 3 years old [59, 60] . This is in contrast to Bacillus anthracis, the bacterium that causes anthrax. Until the 20 th century, anthrax killed hundreds of thousands of animals and people each year, but its incidence rate has diminished and cases are now rare.
Limitations
Protein-protein interaction databases contain a significant number of false positive interactions. For example, protein interactions found in yeast cells via yeast-two hybrid library screening may not actually occur in an organism: the proteins may be expressed in different tissues or at different times and may not encounter each other. In addition, errors may be introduced during manual data curation. False positives are unlikely to bias our findings because they add noise to data when attempting to detect positive selection. This would require the signal to be stronger in order to detect selection associated with a pathogen's interaction network. We leveraged the iHS method which detects differences in LD associated with different alleles on the same SNP in order to detect selection. This approach is well-suited to identify recent selection sweeps that take an allele from a low frequency to a high frequency. Its sensitivity decreases as the age of an allele and its population frequency increase, because LD disparities become less pronounced [61] . This analysis will fail to detect positive selection of old variants (> 25,000 years old) that protect against infectious disease.
The number of infectious organisms tested for selection is only a small fraction of all pathogens. It is possible that similar species have overlapping interaction networks, causing selection to be reported for one pathogen even if it was caused by a closely related pathogen. This possibility is further complicated by the fact that the rate of protein-protein interaction evolution may be three orders of magnitude lower than the rate of protein sequence evolution [62] . The inclusion of as many infectious organisms as possible would increase the likelihood that the causal pathogen has been identified with our approach. In addition, we based our analysis on genes that interact exclusively with a single pathogen which excluded a large number of genes from this study that are potentially important to the process of genetic resistance. This does not interfere with the overall goal, which is to detect selection in genes that interact with specific pathogens rather than detect genes that have undergone selection.
Conclusions
We have identified specific pathogens that demonstrate evidence of natural selection in human populations. Our work uncovers specific populations that have likely been exposed to the plague, lentiviruses, and various other diseases. Populations that display positive selection in genes that interact with pathogens likely have inherited some level of resistance against the causal pathogen. Further work could include testing whether such populations have decreased risk or severity of infections resulting from such pathogens. A database containing medical health records along with genetic data for patients should facilitate testing this hypothesis. It is also possible to identify specific variants that have undergone positive selection and test whether individuals with such variants are more successful in fighting the associated infectious organisms as a complementary strategy to GWAS. Here, we have identified a large set of populations that have likely undergone selection after pathogen exposure, and have produced a set of genes that exhibit strong signs of selection. Future work will focus on identifying protective variants within these genes to elucidate causal relationships between pathogen resistance and adaptation. The identification of such variants could provide further data to predict infectious disease outcomes based on genome data for patients.
Methods
Data
We investigated SNPs from the Human Genome Diversity Panel (HGDP), which consists of >650,000 samples from 53 populations on 8 continents [63] . Each population was probed for selection. We also used the HapMap Phase 2 cohort (3.1 million SNPs) to analyze African, European, and Asian populations [64] . Human-pathogen interaction data was obtained by combining data in BioGrid 3.2 [65] , IntAct [66] , and VirusMint [67] as of January 14, 2014. [67] [68] [69] . These databases contain a large number of curated human-pathogen interactions discovered by methods including tandem affinity purification, yeast two hybrid assays, coimmunoprecipitation, and phage display.
Detection of positive selection with the integrated haplotype score
We used the integrated Haplotype Score (iHS) to detect positive selection in human genes that code for proteins that interact with pathogen proteins [21] . The iHS relies on haplotype structure to detect positive selection. It does so by identifying haplotype structure differences between two alleles in a SNP. Positive selection pressure applied to a low frequency allele will cause an increase in haplotype homozygosity (the number of identical haplotype blocks in the region). This represents an overall decrease of diversity, but only in the haplotype blocks linked to the selected allele. Eventually, recombination and mutations will make this haplotype block perturbation increasingly difficult to detect. Each iHS has a positive or negative sign, depending on whether selection pressure was applied to the ancestral or derived allele. We used absolute values of the iHS, as our goal was to identify indications of selection, irrespective of whether the target was ancestral or derived.
A useful characteristic of the iHS is that, when mean-subtracted and divided by the standard deviation, scores are roughly normally distributed with mean 0 and variance 1. Because we used the absolute values of each iHS, their theoretical distribution is a folded normal distribution with a mean of ffiffi 2 p p and a variance of 1-2/ π. Under the assumption that this distribution represents the iHS, the mean score of any number of SNPs will always be ffiffi 2 p p . However, deviations from this distribution occur because genic regions are more conserved than nongenic regions and the iHS undergoes z-score normalization across all SNPs. This fact explains the deviation from the observed folded normal distribution, but it did not affect our results because we used a non-parametric resampling approach towards detecting selection in a collection of iHSs. Finally, iHSs for the HGDP and HapMap Phase II populations computed in previous projects [21, 70] were integrated into this study.
Positive selection score for a pathogen in a population
The human pathogen interactome was used to identify human genes whose products interact with pathogens. All organisms of the same species were grouped and analyzed as a single organism. The set of human genes that interacted with a pathogen was used to represent an infectious disease. All SNPs in these genes were used to detect positive selection among human genes. We removed all human genes that interacted with more than one pathogen to ensure specificity in host-pathogen interactions. We also used a conservative filtering method to remove SNPs in linkage disequilibrium (LD); this process ensured that all iHS scores were independent. Our method for producing a positive selection score for a pathogen in a single population is as follows (see also Part A in S1 Fig) . First, we created an interaction database by combining data from multiple sources. In step 2, we identified human genes that interacted exclusively with a target pathogen.
Step 3 was to identify all SNPs within 0.5kb (3') and 2kb (5') of the human genes that interact with a pathogen.
Step 4 was to add the iHS computed in the target population to each SNP identified in Step 3. In step 5, we filtered for LD, which led to an independent set of SNPs with iHS scores representing selection of a pathogen in the human genome. These scores were summed in step 6 to produce a single value that represented a measure of selection associated with the pathogen in the target population. The mean of these SNPs represented the selection effect size for the pathogen in the target population. It was used to compare the relative impact of selection for the pathogen in different populations.
The positive selection scores of SNPs in LD are not independent. A selective sweep will cause the iHSs to be high for many SNPs surrounding the selected SNP. We filtered for LD in order to include only a single SNP within a region caught in a selective sweep. Otherwise, genes with larger SNP densities will appear to have undergone positive selection as moderate iHSs would have a cumulatively large effect.
Step 5 in Part in A S1 Fig corresponds to the steps in Part C in S1 Fig. We expanded on the process to filter SNPs in LD. We start by taking all SNPs that interacted with the target pathogen (set A). This includes SNPs that are in LD and exhibit correlated iHSs. Our first step to attain a representative positive selection score across all correlated iHSs was to remove the SNP with the median iHS. The SNP was then added to a set of "independent" SNPs that interact with the target pathogen (Set B), which started as an empty set. The second step eliminates all SNPs within 1Mb of the removed median SNP from set A, ensuring that SNPs with correlated iHSs to the median SNP are removed. Steps 1 and 2 were repeated until there were no more SNPs in set A. Each "median" SNP removed from set A represents a 2Mb region.
These steps created a positive selection score for a pathogen in a target population. In order to assess significance, a resampling procedure was used (Part B in S1 Fig) . The first step was to randomly choose a gene in the target population that did not have evidence of interaction with the target pathogen.
Step 2 was to filter SNPs in the gene for LD, as described. Each SNP contained a positive selection score that was computed from the target population. The SNP with the median positive selection score was removed and added to set B Ã , which also started as an empty set (step 3). This step was repeated until the number of SNPs from the randomly chosen gene matched the number of SNPs in the target pathogen or until there were no more SNPs in the randomly chosen gene (step 4a). If the number of SNPs in set B Ã (referred to as |B Ã |) did not equal the number of SNPs representing the target pathogen (referred to as |B|), the process was repeated by randomly choosing another gene (step 4b). Once |B Ã | matched the number of SNPs representing the target pathogen, they were summed to produce a random neutral positive selection score in the target population. This score was compared to the actual score, as they were both a sum of independent SNPs and were of equal size. The main difference was that one set of SNPs was associated with the target pathogen and the other was randomly chosen. Pathogens with fewer than 5 chosen median SNPs were discarded. Twenty-six diseases remained out of the original 151 after applying this filtering procedure.
Detection of selection in a single population
As specified in step 6 in Part A in S1 Fig The value iHS(B) represents the positive selection score for a pathogen in a population. In order to assess whether iHS(B) was larger than expected by random chance, we modeled the distribution of the iHS function when applied to a set of SNPs of the same size as B. We generated 2,000,000 neutral positive selection scores for the target pathogen to provide an expected distribution and compute a p-value for the observed positive selection score using the method described in Part B in S1 Fig. The p-value for iHS(B) was obtained by computing a positive selection score for 2 million randomly generated "neutral pathogens" (i.e. a pathogen that interacts with human proteins that exhibit randomly assigned selection scores). More explicitly, a "neutral pathogen" refers to a set of randomly chosen human genes that would represent a pathogen failing to exert selective pressure if they were to interact with a pathogen. The number of times that the randomly generated positive selection scores were greater than the observed positive selection score was used to create a p-value for the null hypothesis of no selection.
Let I represent the indicator function that returns 1 if true and 0 if false. The probability that a randomly generated neutral pathogen X will have a greater cumulative iHS value is shown below. B Ã i is the collection of SNPs chosen for the i th "neutral pathogen"
IðiHSðB Ã i > iHSðBÞÞ 1 þ 2; 000; 000
Detection of selection across multiple populations
A distinct p-value was produced for each pathogen/population pair. We used a KolmogorovSmirnov (KS) test on the set of 53 p-values (one for each population) associated with each pathogen to test for deviation from a uniform distribution. We used a one-sided KS test because only pathogens associated with lower p-values across worldwide populations would indicate the presence of positive selection. The expected proportion of false positives for a pvalue (q-value), for each pathogen was computed using the Benjamini-Hochberg method [71, 72] . The "effect size" for a pathogen was computed by taking the mean effect size of the pathogen across all populations.
Analysis of shared selection signatures across populations
We investigated whether the same genes in all worldwide human population were under selection for the infectious diseases studied. There are some differences in SNP coverage across different populations. In addition, the iHS score cannot be computed reliably in SNPs with low allele frequencies. For these reasons, it is not always possible to assign an iHS score to the same SNPs across all populations. As a result, some SNPs in our data set occur in some populations, but are absent in others. When assessing the commonality of human genes undergoing selection across two populations, only human genes covered in our data set for both populations were included. Each gene's iHS score was defined as the mean iHS score for all SNPs in the gene. We checked for a correlation between positive selection scores of human genes interacting with the target pathogen in the 15 most significant populations as determined by the population's p-value for selection in human genes interacting with the target pathogen. Kendall's rank correlation was used to assess whether these two iHS scores were correlated across all shared genes interacting with a pathogen. Correlation describes extent of common genes that underwent selection in different populations.
Enrichment analysis for HIV GWAS
Enrichment analysis was applied to investigate whether the genes in pathogen-interaction networks and under positive selection were also associated with HIV risk and host control. For this analysis, the maximum absolute iHS value in any population was utilized for each SNP. To test for enrichment, p-value cutoffs were chosen for eight published HIV GWAS datasets [36] [37] [38] [39] [40] [41] [42] [43] . Enrichment analyses were based on Fisher's exact test, and fold enrichment was calculated based on observed vs. expected overlap. The total number of SNPs was based on the overlap between the Illumina HumanHap550 chip (commonly used in HIV GWAS) and the set of independent HIV-interactome SNPs referred to as Set B in Methods above.
Supporting information
S1 Fig. Project pipeline. A:
All SNPs within genes producing proteins that exclusively interact with the target pathogen are isolated using the combined host-pathogen PPI database. A set of SNPs that are not in LD are chosen to represent the positive selection impact the target pathogen has imposed on a specified population. B: A randomization approach produces a null distribution for the iHS impact score generated in the preceding step. C: SNPs with in LD are removed when computing each pathogen's positive selection score in a target population and when producing the randomized (neutral) impact score with respect to a specific pathogen. The SNP with the median iHS is plucked/retained. Removal of the SNP with the median iHS is followed by removal of all SNPs in LD in the surrounding region. This process repeats until all SNPs have either been plucked/retained or removed due to being in LD with a plucked/ retained SNP. Many randomized impact score are computed to generate a null distribution for the impact score from step A. 
